microsatellites and identified 15 and 18 highly polymorphic loci for R. aculabialis and R. labralis, respectively.
The samples of R. aculabialis and R. labralis were both collected from eight locations of Xi'an, China. For each location, two worker samples were randomly selected to detect the polymorphism. In order to exclude the intestinal microbes in the termite abdomen, we extracted DNA from the head of the termite. The genomic sequence library and microsatellite library were designed and set up according to the DNA of R. aculabialis. The constructed library obtained a number of 100 bp short sequence fragments by Illumina Hiseq 2000 sequencing. We used default parameter settings of CLC Genomics Workbench V7.5 software to trim the fragments with excellent quality and de novo assemble them. Only the consensus sequences were used for microsatellite scanning. By scanning the microsatellite loci of above consensus sequences with SciRoKo V3.4 software (Kofler et al., 2007) , a total of 594 microsatellite loci were found, distributed on 571 consensus sequences. 147 consensus sequences were randomly selected among the above 571 sequences and designed by P RIMER V3.0 (Rozen & Skaletsky, 2000) . The primers were synthesized by Genedigger (Xi'an) Technology Co., Ltd.
SHORT NOTE
DNA was extracted using TIANamp Genomic DNA Kit, and the extracted DNA were amplified with a thermocycler (Mastercycler nexus gradient) in 5 µL reactions containing 2×Taq PCR Mix 2.5 μL, ddH 2 O 1.1 μL,0.2 µL of each primer and 1 μL DNA. The amplification program consisted of an initial denaturation at 94°C for 5 min followed by 30 cycles at 94°C for 30 sec, annealing temperature (Ta in Table1and  Table 2 ) for 30 sec and 72°C for 30 sec, final extension at 72°C for 10 min. Amplification products were analyzed with polyacrylamide gel electrophoresis and genotyped using Quantity Quantity One software. The number of alleles (k), observed heterozygosity (H O ), expected heterozygosity (H E ) and Hardy-Weinberg equilibrium (HWE) test were performed by G EN A LEX V6.501, and polymorphism information content (PIC) were estimated by C ERVUS V3.0 (Kalinowsk etal., 2007) .
All loci met with Hardy-Weinberg equilibrium. The 147 loci were screened both in R. aculabialis and R. labralis, with an isolation of 22 pairs and 21 pairs microsatellite primers in these two species, respectively. All these primers yielded stable and effective amplification bands. Then, 15 highly polymorphic microsatellite loci in R. aculabialis and 18 highly polymorphic microsatellite loci in R. labralis were identified. For the 15 polymorphic loci of R. aculabialis, 8 are moderately polymorphic (0.25<PIC<0.5), 7 are highly polymorphic (PIC>0.5) (Table1). For the 18 polymorphic loci of R. labralis, 3 are moderately polymorphic (0.25<PIC<0.5), 15 are highly polymorphic (PIC>0.5) (Table2). We calculated the genetic diversity per locus, i.e number of alleles (k), observed heterozygosity (H O ), expected heterozygosity (H E ) and PIC. Number of alleles (k) for each locus ranged between 2 and 6 in R. aculabialis. The mean alleles were 3.533±1.302 (mean±SD). Whereas the observed and expected heterozygosity ranged between 0.250 to 1.000 and 0.389 to 0.766, respectively. The mean observed and expected heterozygosity were 0.496±0.236 and 0.564±0.125, respectively. The PIC varied from 0.334 to 0.727 with a mean of 0.497±0.137. In addition, number of alleles (k) ranged from 3 to 9 in R. labralis. The mean alleles were 6.389±1.754. Whereas the observed and expected heterozygosity ranged between 0.063 to 1.000 and 0.447 to 0.859, respectively. The mean observed and expected heterozygosity were 0.368±0.263 and 0.702±0.115, respectively. The PIC ranged from 0.371 to 0.843 with a mean of 0.663±0.127. These results showed that the genetic variation of R. aculabialis and R. labralis were very high, suggesting that these microsatellite markers are essential for estimating the genetic diversity and population genetic of Reticulitermes termites.
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